The genomes of two Methanococcoides spp. that were isolated from marine sediments and are capable of carrying out methanogenesis from choline and other methylotrophic substrates were sequenced. The average nucleotide identity and in silico DNA-DNA hybridization analyses demonstrate that they represent species different from those previously described.
ferase (Mtm), dimethylamine methyltransferase (Mtb), and trimethylamine methyltransferase (Mtt), along with the corresponding corrinoid protein genes. Both strains had genes encoding methylsulfide methyltransferase-associated sensors predicted to be involved in two-component regulation systems (10) .
Methanococcoides strains were subject to average nucleotide identity (ANI) analysis using PyANI (https://github.com/widdowquinn/pyani) and in silico DNA-DNA hybridization (DDH) with the Genome-to-Genome Distance Calculator (GGDC) 2.1 (11) . The AM1 genome possessed ANI values below 95% compared to previously recognized species, while the NM1 genome identity was just above 95% compared to M. vulcani (Table 1 ). An ANI value of Ͻ95% has been proposed for species delineation (12) . The ANI comparisons indicated that AM1 represents a novel species, while NM1 is closely related to M. vulcani. However, analysis by in silico DDH produced values for both strains below the 70% species threshold compared with genomes from described Methanococcoides species, including NM1 with M. vulcani ( Table 1) . The ANI and DDH values together suggested that AM1 and NM1 represent two phylogenetically different species of Methanococcoides from those described previously and warrant further characterization.
Data availability. The genome sequences and Illumina raw sequence reads have been deposited at the European Nucleotide Archive (ENA) under the ENA project/study number PRJEB31721. The accession numbers for the genomes are CAAGSW010000000 for AM1 and CAAGTW010000000 for NM1. The genomes of M. methylutens DSM 2657 and M. vulcani SLH33 were also resequenced and submitted under accession numbers CAAGSM010000000 and CAAGSJ010000000, respectively. 
